Abstract: Sample collection and marker selection are of primary importance in population genetic studies, and can greatly influence the analysis and interpretation of the data obtained. Microsatellite DNA sequences are the most revealing DNA markers available so far for inferring population structure and have been widely employed in genetic studies of populations．Nevertheless，few studies have specifically examined the effects of sample size and loci number on various genetic diversity measures in population genetic work using these markers． Here， we examined this issue using experimental data from an analysis of genetic diversity of wild populations of grass carp at 45 polymorphic microsatellite loci. The following genetic diversity measures were studied: number of alleles per locus (N a ), effective number of allele per loci (N e )，observed hererozygosity (H o ) and expected heterozygosity (H e )．We also tried to infer the theoretical minimum sample size and loci number needed for population genetic studies with microsatellite loci. The results are as follows: (1) N a and Mean number of allele over loci (MNA) are significantly affected by sample size. It increase according to the raise of the sample size, only when the sample size exceeds 40 it tends to be stable. The significant correlation between sample size and N a was observed and the correlation curve is Y=3. 8403+0.6376 
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